99.6 (77.9) 97.9 (37.9) 98.2 (45.7) R merge [%] 13.6 (57.1) 11.5 (51.1) 12.0 (51.4) R meas [%] 16.6 (72. (148) 860 (95) 1 Angular per frame increment during data acquisition, defined as the total tilt range φ total divided by the number of frames (data were acquired with an exposure time of 0.1 s). 2 The total rotation range over which data were acquired. 3 The path length between the sample and the detector, the detector distance was calibrated using an aluminum diffraction standard and was not refined during data processing. 4 Values in parentheses correspond to the highest resolution shell, data were truncated at approximately I/σI > 1.0 and CC 1/2 > 50% where the correlation is still significant (Karplus & Diederichs, 2012; Diederichs & Karplus, 2013) . (127) 1173 (178) 824 (97) 5 Angular per frame increment during data acquisition, defined as the total tilt range φ total divided by the number of frames (data were acquired with an exposure time of 0.1 s). 6 The total rotation range over which data were acquired. 7 The path length between the sample and the detector, the detector distance was calibrated using an aluminum diffraction standard and was not refined during data processing. 8 Values in parentheses correspond to the highest resolution shell, data were truncated at approximately I/σI > 1.0 and CC 1/2 > 50% if the correlation is still significant (Karplus & Diederichs, 2012; Diederichs & Karplus, 2013) . Data were integrated, scaled and merged using XDS (Kabsch, 2010) . Data were truncated at approximately I/σI > 1.0 and CC 1/2 > 50% (Karplus & Diederichs, 2012; Diederichs & Karplus, 2013) . (17) 9 Reference bond lengths for equivalent bonds to the electron diffraction model were taken from a previously reported X-ray model (Dai et al., 2010) 10 (52) 11 Idealised hydrogen bond lengths were generated in SHELXL using the NEUT command (Gruene et al., 2014; Sheldrick, 2015) 12 (13) 13 Reference bond lengths for equivalent bonds to the electron diffraction model were taken from a previously reported X-ray model (Deffieux et al., 1977) . (56) 15 Idealised hydrogen bond lengths were generated in SHELXL using the NEUT command (Gruene et al., 2014; Sheldrick, 2015) 16 Table S10 . Restraints on 1,2-distances (DFIX) and 1,3-distances (DANG) used by SHELXL and CellOpt 18 for lattice refinement of EPICZA, idealised geometrical restraints were generated using the 
